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LFA-3 signal sequence 

1 ATG GTT GCT GGG AGC GAC GCG GGG CGG GCC CTG GGG GTC CTC AGC GTG GTC TGC 
l^Met Val Ala Gly Ser Asp Ala Gly Ar g Ala Leu Gly Vat Leu Ser Val Val Cys 

ss CTG CTC CAC TGC TTT GGT TTC ATC AGC TGT 

as^Leu Lau His Cya Phe Gly Phe lie Ser Cys 

LFA-3 

85 TTT TCC CAA CAA ATA TAT GGT GTT GTG TAT GGG AAT GTA ACT TTC CAT GTA CCA 
29 ►Phe Ser Gin Gin Me Tyr Gly Val Val Tyr Gly Asn Val Thr Phe HI* Ve! Pro 

X39 AGC AAT GTG CCT TTA AAA GAG GTC CTA TGG AAA AAA CAA AAG GAT AAA GTT GCA 
47^Sar Asn Val Pro Lau Lys Glu. Val Leu Trp Ly* Lys Gin Lys Asp Ly s Val Ala 

X93 GAA CTC GAA- AAT TCT GAA TTC AGA GCT TTC TCA TCT TTT AAA AAT AGG GTT TAT 
65tGlu Lea Glu A«n Ser Glu Phe Arg Ala Phe Ser Ser Phe Lys Asn Arg Val Tyr 

2 47 — TTA GAC ACT GTG TCA GCT AGC CTC ACT ATC TAC AAC TTA ACA TCA TCA GAT GAA 
83 ►Leu Asp Thr Val Ser Gly Ser Leu Thr lie Tyr Asn Leu Thr "Ser "S er ~Aap Glu 

301 GAT GAG TAT GAA ATC GAA TCG CCA AAT ATT ACT GAT ACC ATG AAG TTC TTT CTT 

xoi^Asp Glu Tyr Glu Mat Glu Ser Pro- Asn lie Thr Asp Thr Met Lys Pha Phe Lau 

355 TAT GTC 
xi9»Tyr Val 

lgG1 (hinge, CH2, CH3) 

361 GAC AAA ACT CAC ACA TGC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG 
121 ►Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro 
*15 TCA GTC TTC CTC TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC 
a39tSer Val Phe Leu Phe Pro Pro Lye Pro Lys- Asp Thr Leu Met Me Ser Ar g Thr 
469 CCT GAG GTC ACA TGC GTC GTG GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG 
i57^Pro Glu Val Thr Cys Val Val Vsl Asp Val Ser His Glu Asp Pro Glu Val Lye 
S23 TTC AAC TGG TAC GTG GAC GGC GTG GAG GTG CAT AAT GCC AAG ACA AAG CCG CGG 
l75^Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Ar g 
577 GAG GAG CAG TAC AAC AGC ACG TAC CGT GTG GTC AGC GTC CTC ACC GTC CTG CAC 
193^Glu Glu Gin Tyr Asn Ser Thr Tyr Ar g Val Val-Ser-VaL Leu Thr Val Leu Hfe 
€31 CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC AAC AAA GCC CTC 
2il*-Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Sar Asn Lys Ala Lau 
685 CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA CCA 
229^Pr© Ala Pro lie Glu Lys Thr lie Ser Lys Ala Lys Gly Gin Pro Ar g Glu Pro 
739 CAG GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC 
247^Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Lau Thr Lys Aan Gin Val Ser 
793 CTC ACC TGC CTG GTC AAA GGC TTC TAT CCC AGC GAC ATC GCC GTG GAG TGG GAG 
265 >Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Me AJ a Val Glu Trp Glu 
847 AGC AAT GGG CAG CCG GAG AAC AAC TAC AAG ACC ACG CCT CCC GTG TTG GAC TCC 
263 ►Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Sar 
soi GAC GGC TCC TTC TTC CTC TAC AGC AAG CTC ACC GTG GAC AAG AGC AGG TGG CAG 
30i»Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gin 
955 CAG GGG AAC GTC TTC TCA TGC .STCC GTG ATG CAT GAG GCT CTG CAC AAC CAC TAC 
319 ►Gin Gly Asn Vol Phe Ser Cys Ser Vel Met His Glu Ala Leu His Asn His Tyr 
1009 ACG CAG AAG AGC CTC TCC CTG TCT CCG GGT AAA TGA 
337 ►Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
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LFA-3 signal sequence 

1 ATG GTT GCT GGG AGC GAC GCG GGG CGG GCC CTG GGG GTC CTC AGC.' GTG GTC TGC 
l>Met Vat Ala Gly Ser Asp Ala Gly Arg Ala Leu Gly Val Leu Ser Val Vat Cys 

55 CTG CTG CAC TGC TTT GGT TTC ATC AGC TGT 

19> Leu Leu His Cys Phe Gly Phe lie Ser Cys 
LFA-3 

85 TTT TCC CAA CAA ATA TAT GGT GTT GTG TAT GGG AAT GTA ACT TTC CAT GTA CCA 

29>Phe Ser Gin Gin lie Tyr Gly Val Val Tyr Gly Asn Val Thr Phe Hts Val Pro 
139 AGC AAT GTG CCT TTA AAA GAG GTC CTA TGG AAA AAA CAA AAG GAT AAA GTT GCA 

47>Ser Asn Val Pro Leu Lys Glu Val Leu Trp Lys Lys Gin Ly s Asp Lys Val Ala 
193 GAA CTG GAA AAT TCT GAA TTC AGA GCT TTC TCA TCT TTT AAA AAT AGO GTT TAT 

65>Glu Leu Glu Asn Ser Glu Phe Ar g Ala Phe Ser Ser Phe Lys Asn Arg Val Tyr 
247 TTA GAC. ACT GTG TCA GGT AGC CTC ACT ATC TAC AAC TTA ACA TCA TCA GAT GAA 

83>Leu Asp Thr Val Ser Gly Ser Leu Thr lie Tyr Asn Leu Thr Ser Ser Asp Glu 
301 GAT GAG TAT GAA ATG GAA TCG CCA AAT ATT ACT GAT ACC ATG AAG TTC TTT CTT 
lOi^Asp Glu Tyr Glu Met Glu Ser Pro Asn Ue Thr Asp Thr Met Lys Phe Phe Leu 

355 TAT GTC 
H9>Tyr Vat 

lgG1 (hinge, CH2, CH3) 

GAC AAA ACT CAC ACA TGC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG 
isi^Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro 
415 TCA GTC TTC CTC TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC 
139>Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lie Ser Arg Thr 
CCT GAG GTC ACA TGC GTG GTG GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG 
i 5 7»-Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys 
TTC AAC TGG TAC GTG GAC GGC GTG GAG GTG CAT AAT GCC AAG ACA' AAG CCG CGG 
i75^phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg 
GAG gag GAG TAC AAC AGC ACG TAC CGT GTG GTC AGC "GTC CTC ACC GTC CTG CAC 
l93teiu Glu Gin Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His 
CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC AAC AAA GCC CTC 
A 9 n Tro Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 



685 



247 ^Gl n Val 



283>Ser Asn Gly 



ATC 


GAG ■ 


■AAA- -ACC 


ATC 


TCC -AAA - 


GCC 


AAA- 


GGG 


CAG 


CCC 


CGA 


GAA 


CCA 


1 t e 


Gl u 


Ly s 


Thr 


1 le 


Ser 


Lys 


Ata 


Ly s 


Gly 


Gl n 


Pro 


Ar g 


Glu 


Pro 


ACC 


CTG 


CCC 


CCA 


TCC 


CGG 


GAT 


GAG 


CTG 


ACC 


AAG 


AAC 


CAG 


GTC - 


AGC 


Thr 


Leu 


Pro 


Pro 


Ser 


Ar g 


Asp 


Gl u 


Leu 


Thr 


Ly s 


Asn 


Gl n 


Val 


Ser 


CTG 


GTC 


AAA 


GGC 


TTC 


TAT 


CCC 


AGC 


GAC 


ATC 


GCC 


GTG 


GAG 


TGG 


GAG 


Leu 


Va 1 


Ly s 


Gly 


Phe 


Ty r 


Pro 


Ser 


Asp 


1 le 


Ata 


Va 1 


Gl u 


Trp 


Gl u 


CAG 


CCG 


GAG 


AAC 


AAC 


TAC 


AAG 


ACC 


ACG 


CCT 


CCC 


GTG 


TTG 


GAC 


TCC 


Gl n 


Pr o 


Gl u 


Asn 


Asn 


Tyr 


Ly s 


Thr 


Thr 


Pro 


Pro 


Val 


Leu 


Asp 


Ser 


TTC 


TTC 


CTC 


TAC 


AGC 


AAG 


CTC 


ACC 


GTG 


GAC 


AAG 


AGC 


AGG 


TGG 


CAG 


Phe 


Phe 


Leu 


Tyr 


Ser 


Ly s 


Leu 


Thr 


Val 


Asp 


Ly s 


Ser 


Ar o 


Trp 


Gl n 


GTC 


TTC 


TCA 


TGC 


TCC 


GTG 


ATG 


CAT 


GAG 


GCT 


CTG 


CAC 


AAC 


CAC 


TAC 


Val 


Phe 


Ser 


Cy s 


Ser 


Val 


Met 
* 


Hi s 


Gl u 


Al a 


Leu 


HI s 


Asn 


His 


Tyr 


AGC 


CTC 


TCC 


CTG 


TCT 


CCG 


GAT 


TCC 


-AAC 


CTA 


• TGG -AAC 


TGA 




Ser 


Leu 


Ser 


Leu 


Ser 


Pro 


Asp 


Ser 


Asn 


Leu 


Trp 


As n 


• • • 







FIG. 1B 



SUBSTITUTE SHEET (RULE 26) 



WO 2005/077018 



PCT/US2005/003907 



3/7 



100 




Alefacept Cycle 



FIG. 2 



100 



80 

Patients qq 
Responding 
(%) 40 

20 




Incremental benefit 



For cycle A 
responders 



Repeat Response 
For responders in 
the prior cycle 



■ Cycle B 
^ Cycle C 
□ Cycle D 



FIG. 3 



SUBSTITUTE SHEET (RULE 26) 



WO 2005/077018 



PCT/US2005/003907 



4/7 



CM 




SUBSTITUTE SHEET (RULE 26) 



WO 2005/077018 



PCT/US2005/003907 




SUBSTITUTE SHEET (RULE 26) 



WO 2005/077018 



PCT/US2005/003907 



6/7 



Percentage 
of patients 
achieving 
PASI 75 



60-. 
50- 
40- 




1 2 3 4 5 

(n=521) (n=327) (n=217) (n=158) (n=39) 

Treatment Cycle 

FIG. 6A 



Percentage 
of patients 
achieving 
PASI 50 




1 2 3 4 5 

(n=521) (n=327) (n=217) (n=158) (n=39) 

Treatment Cycle 

FIG. 6B 



SUBSTITUTE SHEET (RULE 26) 



WO 2005/077018 



PCT/US2005/003907 



7/7 



50 
40 

Percentage 
of patients 30 
achieving 

PGA of 20 
"clear" or 
"almost clear" 1Q 




12 3 4 

(n=521) (n=327) (n=217) (n=158) 

Treatment Cycle 

FIG. 7A 



5 

(n=39) 



50 t 



40 

Percentage 
of patients 30 

achieving 
PGA of 

"clear" or 

"almost clear" _ „ 
10 



20- 




12 3 4 

(n=457) (n=320) (n=156) (n=100) 

Treatment Cycle 



5 

(n=50) 



FIG. 7B 



SUBSTITUTE SHEET (RULE 26) 



